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Figure S6. The same dataset used in Figure 9A was reanalyzed to normalize for 
variation in protein sequence length.  
Again all residue pairs were ranked from highest to lowest ZRes score. For each protein, 
a number of top ranking residue pairs proportional to the length of the protein sequence 
(characterized as fractions of the protein sequence length) were considered. The fraction 
of these high-ranking residue pairs that lied within 6 Å of each other was then calculated. 
The average of this contact accuracy across all alignments was then plotted (blue). The 
process was repeated with the Res (green), OMES (brown), McBASC (magenta), MIp 
(red), and MI (black) measures. 


